The title compound, (I), was prepared in connection with a study of the synthesis of α,β-epoxy ketones using a palladiumcatalyzed epoxidation-oxidation sequence (Singh et al., 2010). Two independent molecules, molecule a ( Fig. 1 ) and molecule b (Fig. 2) , comprise the crystallographic asymmetric unit. Molecules a and b are related by a non-crystallographic centre of inversion. Close intramolecular O2···H9b and O4···H24b contacts which close S(6) motifs are noted, Table 1 . These interactions are probably responsible for the near planarity of the O2-C7-C8-C9 and O4-C22-C23-C24 residues as seen in the respective torsion angles of -15.8 (3) and 15.4 (3)°. The benzene rings are approximately orthogonal [the dihedral angles formed between the benzene rings is 62.89 (12) ° (molecule a) and 80.15 (12) ° (molecule b)].
Two independent pseudo-enantiomeric molecules comprise the asymmetric unit in the title compound, C 15 H 14 O 2 . While the central O-C-C-C residue approaches planarity [torsion angles = À15.8 (3) (molecule a) and 15.4 (3) (molecule b)], the benzene rings are approximately orthogonal [the dihedral angles formed between the benzene rings are 62.89 (12) (molecule a) and 80.15 (12) (molecule b)]. Two-dimensional arrays in the ab plane sustained by O-HÁ Á ÁO hydrogen bonding are found in the crystal structure.
Related literature
For the synthesis of the title compound and the motivation for its study, see: Singh et al. (2010) .
Experimental
Crystal data C 15 H 14 O 2 M r = 226.28 Orthorhombic, P2 1 2 1 2 1 a = 9.1301 (2) Å b = 10.2026 (2) Å c = 24.8379 (6) Å V = 2313.67 (9) Å 3 Z = 8
Mo K radiation = 0.09 mm À1 T = 100 K 0.27 Â 0.13 Â 0.13 mm
Data collection
Bruker SMART APEXII diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) T min = 0.883, T max = 1 31791 measured reflections 2368 independent reflections 2150 reflections with I > 2(I) R int = 0.042 Refinement R[F 2 > 2(F 2 )] = 0.035 wR(F 2 ) = 0.084 S = 1.15 2368 reflections 311 parameters H-atom parameters constrained Á max = 0.17 e Å À3 Á min = À0.15 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Data collection: APEX2 (Bruker, 2007); cell refinement: SAINT (Bruker, 2007); data reduction: SAINT; program(s) used to solve structure: SIR97 (Altomare et al., 1999); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 (Farrugia, 1997), DIAMOND (Brandenburg, 2006) and MarvinSketch (Chemaxon, 2009); software used to prepare material for publication: publCIF (Westrip, 2010). Fig. 1 . The molecular structure of the first independent molecule in (I) showing atom labelling scheme and displacement ellipsoids at the 50% probability level (arbitrary spheres for the H atoms). Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Figures
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (16) 0.21652 (7) 0.0217 (4) 
